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Supplemental Figure 9

Gleason Score: 6 7 8 9 10
ERF del=0: Observed 43 217 55 100 2
Expected 39.63 211.65 53.14 109.88 2.70
Ratio 1.085 1.025 1.035 0.910 0.741
ERF del=1: Observed 1 18 4 22 1
Expected 4.37 23.35 5.86 12.12 0.298
Ratio 0.228 0.771 0.683 1.82 3.36




Supplemental Figure 10
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Supplemental Figure 11
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A. .-. E.

,g 05 . g 0.5 *
c <
- . g o .
by w0
8 03 8 0.3
2 c
_‘é‘ 0.2 -ré’ o
2 o N |
< . < o
control shERF 1 shERF 2
control  ShERF 1 shERF 2 hRNA
shRNA >
B. 12000 % F. 400000 #
* 350000 *
a 10000
2 3 300000
S soo S 250000
8 o E 200000
s S 150000
0 4000 g
8 & 100000
— f =
g 2000 é 50000 .
3 3
o = 0 I h
control shERF 1 ShERF 2
control
ShRRA shERF 1 shERF 2 shRNA
v030 0.0250
*
C. T oos G. ~ 0.0200
£ £
n .
a 0.020 & 0.0150
5 oo [
§ . § 0.0100
= ©
£ oos € 0.0050
2 3
< 0000 'g 0.0000
D. ERF H.  err
. . —y ¢ . .
vinculin v vinculin -
LacZ shERF 1 shERF 2 LacZ shERF1 shERF?2

RWPE-1 LNCaP



Supplemental Figure 14
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Supplemental Figure 17
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Supplemental Figure 19
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Supplemental Figure 20

Place probesets on gene sequence

CE is BLUE , LE is RED and
>gi| 666335577 |ref |[NM 006494 | Homo sapiens Ets2 repressor
factor (ERF), transcript variant 1,mRNA. [Homo sapiens]

gtgcgatattaacccgggaggcggcggcggggaggggagaggctctgagaggcgaggccgggtga
ggcggcgagggcggcccgacgggcgcgggacgggacggggcagecgagggcecgecgggagecgegge
ccggaatcggggcgcttcgcceccgggecccecccagcatgaagaccccggecggacacagggtttgece
ttcccggattgggcctacaagccagagtcgtccecctggectcaaggcagatccagectgtggcactt
tatcctggagctgctgcggaaggaggagtaccagggcgtcattgectggcagggggactacgggg
aattcgtcatcaaagaccctgatgaggtggcccggectgtggggecgttcgcaagtgcaagececccag
atgaattacgacaagctgagccgggccctgecgctattactataacaagecgcattctgcacaagac
caaggggaaacggttcacctacaagttcaatttcaacaaactggtgctggtcaattacccattca
ttgatgtgg gccagtgccgtcgggtggtagce
cacttccgcttccce aggtgctgtcccccaccg
ccagcctgctcttcatcttcatcttececectecttectecggetgtg gggccgag
gctcagtcagtgactgtagtgatggcacgtcagagctggaggaaccgctgggagaggatccccgce
gcccgaccacccggceccctececggatctgggtgecttec cccgcctgecccca
tgaccctggtgtctteccgagtcet gtggccctgaacccctcagccccttece
ctgtgtcgc ccctgctgcccectca ccatg
acgcccacccacctggcctacactccctecgecccacgctgageccgatgtaccccagtggtggegg
agggggaggctcccactt tgaaacggtacc
tgcaggcccacacccaaagcgtctacaa cgccttcctgcactaccct
gggctggtggtgcccc acaagtgcccgctgccgecccatggcacccgagac
cccaccggtccecctecctecggectegtcatectecttettettettecctecccattcaagtttaage
tccagccgcecc agaaggccgtagccggtgctgac
aagagcggtggcag gctagccccaccgcccccgcece
accacagatcaaggtggagcccatctcggaaggcgagtcggaggaggtagaggtgactgacatca
gtgatgaggatgaggaagacggggaggtgttcaa acctgcaccccctaag
cc acccggggcatcccagtgcatgccecctcaagctacgectttaagecggeg
ctggagtgaagactgtcgcctcgaagggggtgggggecccecgectgggggectttgaggatgagggtyg

aggacaagaaggtgcgtggggaggggcctggggaggctggggggcccctcaccccaaggcgggtyg
agctctgacctccagcatgccacggcccagctctececctggagcaccgagactcctgagggetgtg

ggcaggggacctgtgtgccccgcacccecccatgettettttgetgecttaagececectatgeeccet
ggaggtgagggcagctctcttgtctcttcecctgectectececcttttececctecccacattttgtat
aaaactttaatttcttttttttaaaaatggtgggggtgggtgggtgcccagggctaggggctatt
ccctgtctectgtgggtttctaagectectgggcaaagtggtggtagggggagggagggggaagttaa
gggggtcacctccattctggggaatttatatttgaattgaggctttggeccttaacacccaggaac
ttttctattacaatcgcttaggaagtaaagccttgtctcectecectgttetetgectettgtacce
cctctgacccaccecgctectgeccccactecccagecectecctcagececccageecctgectgecectgecece
ctccagggggccatgagtgecctaggtttctcataccccacaaggtcacagcaggggagggaggga
caattttataatgaaccaaaaattccatgtgttggggggtggggggcggaggagggtgaggggtg
ccgcccatgggccacaaatctctacaagtgcctgctatcectctececcactecccacceccagecacce
ggtccaaccccttcatecceccagetgectecctaggactggeccatgggcaggecgggtggggggatgg
gaagggggtgccctgaaaccaaactggaagccccecctectgecteccagetggggectectggggtgg

ggtggggggctgtggtcaagccttattctgtattggggactgagggtggggggagtagaggggcece
gctggagaatgtattcaaaacaataaaactttggacctttggatgcagtgaaaaaaa



